. Read statistics from the whole genome bisulfite sequencing. (A) Newborn cord blood samples. (B) Maternal blood samples. Shown are the total numbers of reads generated from sequencing after Illumina quality control, the numbers of reads retained from alignment, the numbers of reads that aligned uniquely (i.e. to a single position in the genome), and the numbers of reads that aligned to more than one position in the genome. Multiple DMRs were identified across the cluster in newborn cord blood and maternal blood, represented by vertical black bars. These are aligned against Gencode_v24 transcripts. The region is CpG-rich, as indicated by the density of CpG islands. All DMRs shown were hypomethylated in high Cd exposed samples compared with low Cd exposed samples. Full results are reported in Excel Tables S2 and S3. 
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. Read statistics from the whole genome bisulfite sequencing. (A) Newborn cord blood samples. (B) Maternal blood samples. Shown are the total numbers of reads generated from sequencing after Illumina quality control, the numbers of reads retained from alignment, the numbers of reads that aligned uniquely (i.e. to a single position in the genome), and the numbers of reads that aligned to more than one position in the genome. (DMCs) in newborn cord blood. DMCs were defined as differentially methylated CpG dinucleotides showing at least a 10 % methylation difference between low and high Cd exposed groups. The total number of DMCs identified in newborn cord blood was 169,691. Left hand side: hypomethylated DMCs. Right hand side: hypermethylated DMCs. (B) As A, for DMCs in maternal blood. The total number of DMCs identified in maternal blood was 276,452. (C) Density plot of DMR length in newborn cord blood. Dashed red line: mean. DMRs were defined by a minimum of three methylated CpG dinucleotides within a maximum interval of 300 bp, each with an absolute difference of at least 10 % in the same direction (i.e. lower or higher methylation) between low and high Cd exposed groups. (D) As C, for maternal blood. The complete list of DMRs is provided in Excel Tables S2 and S3 . Figure S3 . Cd-associated hypomethylation at the RNA5S cluster on human chromosome 1. Multiple DMRs were identified across the cluster in newborn cord blood and maternal blood, represented by vertical black bars. These are aligned against Gencode_v24 transcripts. The region is CpG-rich, as indicated by the density of CpG islands. All DMRs shown were hypomethylated in high Cd exposed samples compared with low Cd exposed samples. Full results are reported in Excel Tables S2 and S3. Table S3 . GAD Disease Classes and GAD Disease Terms associated with differentially methylated genes in newborn cord blood, determined using DAVID as described in the Methods. Results are ranked by P value. Table S4 . GAD Disease Classes and GAD Disease Terms associated with differentially methylated genes in maternal blood, determined using DAVID as described in the Methods. Results are ranked by P value. Figure S1 . Read statistics from the whole genome bisulfite sequencing. (A) Newborn cord blood samples. (B) Maternal blood samples. Shown are the total numbers of reads generated from sequencing after Illumina quality control, the numbers of reads retained from alignment, the numbers of reads that aligned uniquely (i.e. to a single position in the genome), and the numbers of reads that aligned to more than one position in the genome. 
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